EAST Search History 



Ref 
# 


Hits 


Search Query 


DBS 


Default 
Operator 


Plurals 


Time Stamp 


LI 


6646588 


reduce or reduction or diminish or 
dimunition or decrease or 
decreased or diminished or 
reduced 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/06/16 11:44 


L2 


13851 


(factor adj (viii or viiia or eight or 
"8")) or fyiii or fviiia 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/06/16 11:44 


L3 


2083665 


mutant or mutated or modified or 
variant or analog or allele 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/06/16 11:44 


L4 


67125 


(T adj cell) or T-cell or thymocyte 
or T-helper 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/06/16 11:44 


L5 


599063 


antigenicity or immunogenicity or 
reactivity or antigenic or 
immunogenic or reactive 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/06/16 11:44 


L6 


4 


LI same L4 same L5 same L2 
same L3 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/06/16 11:46 


L7 


132 


(Ll with 15) and (12 same 13) and 
14 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/06/16 11:47 


L8 


27 


((Ll with 15) same 14) and (12 
same 13) 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/06/16 11:47 


L9 


13851 


(factor adj (viii or viiia or eight or 
"8")) or fviii or fviiia 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/06/16 11:47 


LIO 


211 


jacquemin.in. 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/06/16 11:47 


Lll 


11 


LIO and L9 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/06/16 11:47 



6/16/06 11:49:12 AM 
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EAST Search History 



L12 


49340 


jones.in. 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWEm" 


ADJ 


ON 


2006/06/16 11:48 


L13 


13851 


(factor adj (viii or viiia or eight or 
"8")) or fviii or fviiia 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/06/16 11:48 


L14 


76 


L12 and L13 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/06/16 11:48 


LIS 


29 


114 and (11 same 15) 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/06/16 11:48 



6/16/06 11:49:12 AM 

C:\Documents and Settings\mszperka\My Documents\EAST\Workspaces\105 11559. wsp 
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SCORE Search Results Details for Application 
10511559 and Search Result us-10-511-559- 
73.rag. 



Score Home Retrieve Application SCORE System SCORE Comments / 

Pace List Overview FAO Suaaestions 

This page gives you Search Results detail for the Application 10511559 and Search Result us-10- 

511-559-73.rag. 

start 

Go Back to previous pace 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



CM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 



May 25, 2006, 10:48:54 



US-10-511-559-73 

7693 

1 ATRRYYLGAVELSWDYMQSD. 



Search time 211 Seconds 
(without alignments) 
3116.006 Million cell updates/sec 



.WVHQIALRMEVLGCEAQDLY 1438 



Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2589679 seqs, 457216429 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



2589679 



Database : 



A_Geneseq_8 : 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 



geneseqpl980s : * 
geneseqpl990s :* 
geneseqp2000s : * 
geneseqp2001s : * 
geneseqp2002s :* 
geneseqp2003as : * 
geneseqp2003bs : * 
geneseqp2004s : * 
geneseqp2005s : * 
geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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% 

Result Query 



No . 


Score 


Match 




DB 


ID 


Description 


1 




100. 


0 


1 4 '^R 

X *x «3 O 


7 
/ 


anM7 s QP 1 


Acim75983 


Wild- type 


2 


7693 


100. 


0 


1 4 R7 

X *x «^ r 


o 

Cm 


A AW4 fi9Afk 


Aaw4624 6 


Human fac 


3 


7693 


100. 


0 


1457 


2 


AAW4 417? 


Aaw44372 


Human Fac 


4 


7693 


100. 


0 


1 4 S7 


R 
o 


AniI47 ^fiQ 


Adu47569 


Human fac 




f D O O 


99. 


9 


X *i O O 


I 


Z\riM7 QP P 


Adm75988 


Modified 




7688 


99. 


9 


X *2 o o 


n 


AnM7 ^ Q fl R 


Adin75985 


Modified 


7 


7688 


99. 


9 


1 4'^8 
X *1 o o 


7 


AnM7 R Q R Q 


Adm75989 


Modified 


8 


7688 


99. 


9 


1438 


7 


AnM7 5 98 4 


Adm75984 


Modified 


9 


7687 


99. 


9 


1438 


7 


AnM7 S 9R 6 


Adm75986 


Modified 


10 


7687 


99. 


9 


1438 


7 


AnM7SQR7 


Adm75987 


Modified 


11 


7684 


99. 


9 


X *3 o o 


-5 


AARDI 9(\9 


Aab01262 


B-domain 


12 


7684 


99. 


9 


1438 

X ^ o o 


7 


ADFll 116 


Adf31316 


Variant o 


13 


7684 


99. 


9 


1457 




AAY? 1 fi7 S 


Aay21675 


Beta-doma 


1 4 


7684 


99. 


9 


1 4 R7 

X *1 ^ / 


7 


AHMQR 154 


Adm98124 


Human fac 




7fi7Q S 


99. 


8 


1 4 64 


p 
o 


AnTT4 7 69 4 


Adu47624 


Human fac 


16 


767 6 


99. 


8 


1 471 

X *3 / X 


R 
o 


AnTI4 7 69 ^ 


Adu47625 


Human fac 


17 


7672 


99. 


7 


1479 


R 


Ann47 61 7 


Adu47617 


Human fac 


18 


7 668 . 5 


99. 


7 


1 44n 

X T *4 V 




AAR 1 7 Q7 1 


Aarl2971 


Factor VI 


19 


7667 


99. 


7 


1471 


2 


AAW? 1414 


Aaw23414 


Human B-d 


90 


7 fifi7 


99. 


7 


1 471 

X 1 / X 




&AR67 Q 


Aab67959 


Amino aci 


21 


7 666 


99. 


6 


1471 

X *a / X 


R 

o 


AnTl4 7 6nR 


Adu47608 


Human fac 


22 


7637 


99. 


3 


1 4*iS 

X *i «J 


Q 


AnTl4 7 60 Q 


Adu4 7 609 


Human fac 




7fi'?7 


99. 


3 


1 4fi1 


p 
o 


aniTd 7 616 


Adu47 616 


Human fac 




f «J 


99. 


2 


1 4 

X 1 ^ 2/ 


A 
ri 


2iziFi n P 19 


Aael0832 


Human fac 


25 


76?7 S 


99. 


1 


1 Rf^R 

X ^ OQ 


p 


AnTT4 7 691 


Adu47621 


Human fac 


26 


7625 


99. 


1 


1440 


3 


AD037599 


Adq37592 


Human Fac 


27 


7625 


99. 


1 


1 4 

X *i •J ^ 


4 


AAF1 ORl 1 


Aael0833 


Human fac 


^ o 




99. 


1 


1 4 


*i 


nniT 1 n P9 7 


Aael0827 


Human fac 






99. 


1 


1 m 6 

X O X o 


X 


&ZiDPn96^ 


Aap80265 


Modified 


30 


7619 


99. 


0 


1 S8S 

X «J Q <J 


R 


AnTl47 607 


Adu47607 


Human fac 


31 


7619 


99. 


0 


1585 


R 


AnTl4 7 61 1 


Adu47613 


Human fac 


32 


7614 . 5 


99. 


0 


1447 

X *1 *4 / 


g 


ADO 17 SQR 


Adq37595 


Human Fac 


33 


7614 


99. 


0 


1428 


8 


Anni7 'iRQ 


Adq37589 


Human Fac 




7fi1 4 


99. 


0 


1 4 4n 

X 1 *i U 


p 
o 


anni7 607 


Adq37607 


Human Fac 


35 


7610 


98. 


9 


1 4 

X *] J o 


p 
o 


anTT4 7 61 Q 


Adu47 619 


Human fac 






98. 


8 


1 4 mi 


p 
o 


2inTT4 7 61 ^ 


Adu47615 


Human fac 






98. 


8 


1 4 '17 
X 4 O / 


p 
o 




Adq37593 


Human Fac 


38 


7603.5 


98. 


8 


1447 


8 


ADO37610 


Adq37610 


Human Fac 


39 


7603 


98. 


8 


1428 


8 


ADQ37604 


Adq37604 


Human Fac 


40 


7603 


98. 


8 


1444 


8 


ADQ37596 


Adq37596 


Human Fac 


41 


7603 


98. 


8 


1457 


8 


ADU47622 


Adu47622 


Human fac 


42 


7601 


98. 


8 


1424 


4 


AAB48842 


Aab48842 


Mutant ma 


43 


7601 


98. 


8 


1424 


5 


AA018 622 


Aaol8622 


Human mat 


44 


7601 


98. 


8 


1424 


9 


ADZ65051 


Ad265051 


Human mat 


45 


7599.5 


98. 


8 


1441 


8 


ADQ37597 


Adq37597 


Human Fac 



ALIGNMENTS 



RESULT 1 
ADM75983 

ID ADM75983 standard; protein; 1438 AA. 

XX 

AC ADM75983; 
XX 

DT 03-JUN-2004 (first entry) 
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SCORE Search Results Details for Application 1051 1559 and Search Result us-10-51 1-5... Page 1 of 44 



SCORE Search Results Details for Application 
10511559 and Search Result us-10-511-559-73.i 



Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suaoestions 

This page gives you Search Results detail for the Application 10511559 and Search Result us-10-5: 
559-73. rai. 

start 

Go Back to previoi 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM protein - protein search, using sw model 

Run on: May 25, 2006, 10:59:22 ; Search time 56 Seconds 

(without alignments) 
2247.661 Million cell updates/sec 

Title : US-10-511-559-73 
Perfect score: 7693 

Sequence: 1 ATRRYYLGAVELSWDYMQSD WVHQIALRMEVLGCEAQDLY 1438 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 650591 seqs, 87530628 residues 

Total number of hits satisfying chosen parameters: 650591 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued Patents AA:* 



/EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/iaa/6_COMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/iaa/7__COMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB.pep:* 

/EMC_Celerra__SIDS3/ptodata/2/iaa/RE_COMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/iaa/backfilesl.pep:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 

1 7693 100.0 1457 2 US-09-001-039B-47 Sequence 47, Appl 
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2 


7684 


99 


, 9 


1438 


2 


iT^-nQ-2nQ-Qi 6-1 

V/O ? £.\jy 7XV X 


q A oi 1 A n r* A 

OCU UCllVi^C 


1 

J- / 


AriT^l 1 
■n^^xx 


3 


7667 


99 


, 7 


1471 


1 




q (Ami^nr* A 

O CV^UdiV^C 


/ 


■rv^^xx 


4 


7597 


98 


. 8 


1447 


2 


nq-nQ_4 07-6ns-4 


qi^mi ^nr* A 

O C V^UCilvrC 


4, 


Appli 


5 


7587 


98 


. 6 


1445 


2 


TTq-nQ-4n7-6ns-3 


q o m 1 o n o o 


3, 


Appli 


6 


7443 


Q6 


Q 
• o 


1661 


1 


u <? - n fl - R R 2 - n R 3 - 2 


q o m 1 o n r* o 


2, 


Appli 


7 


7443 


Q6 


Q 

• V 


1661 


1 


u«;-nR-'^Rfl-i 07-2 


q A m 1 o n r* o 


2, 


Appli 


Q 
o 


74 4 3 

/ T T O 


-/ o 


Q 
. O 


1 661 


9 

£. 


TTc_nQ_9 4 3_R3Q-9 


Q o 1 o n 1^ o 

occjuenc.c 


2, 


Appli 


Q 
7 


793 


Q4 


1 

. X 


9 339 


9 


TT<;— 1 0 — 360-1 01 - 99Q 
UO— XU ODU — XUX ZZiJ 


O A 1 ^ >^ ^ 
o€CjU6nC6 


229, App 


10 


7236 


94 


^ 1 


2351 


1 


US-08-3 66-RS1 A- 2 


q A m 1 A n r* A 


2, 


Appli 


11 


7236 


Q4 


1 


2351 


2 


US-I 0-1 33-Q07-4 

Wi9 X\J XOO / *3 


Q A ^1 1 o n r* A 


4, 


Appli 


J. £ 


753 

r ^ O Q 


Q4 


1 

• X 


? 3*^1 

^ O •J X 


9 


TI«?-0Q-001 -03QR-4^ 


O ^ ^1 1 n n ^ A 

ocv|uence 


45 


/ Appl 


1 

J. ^ 


79 3 3 


Q4 




9 332 
^ o <j ^ 


1 

J. 


TTq-0R-9 7 6-'^Q4a-9 


o c^ucnCc 


2, 


Appli 


14 


7230 


94 


. 0 


2351 


7 


5171 844-2 




5171844 


15 


7227 


93 


. 9 


2332 




Uq-07-8 64-0n4R-4 


q A rfi 1 A n r* A 


4, 


Appli 


1 A 


799 7 


Q3 


Q 

. y 


9 3 39 


X 


TICJ — nfl — 9ti1 — Q'37& — ^ 
Uo""UO ZOX 2?o / A 41 


O A 1 1 A V% r*^ A 

ocCJUcnCc 


4, 


Appli 


17 


7227 


93 


. 9 


2332 


1 


U<5-n8-21 2-1 33A-2 


q Am 1 A n r' A 

OCV^LiCll^C 


2, 


Appli 


18 


7227 


93 


. 9 


2332 


1 


U<5 - 0 8 - 4 7 4 - 5 0 3 - 2 


qAmiAnr'A 

OC^V^UCliOC 


2, 


Appli 




1791 


Q3 


Q 

• ^ 


2 332 


1 


Tiq- OR -670-7 07 A- 2 


Q Am 1 A O A 


2, 


Appli 




1991 


Q3 


Q 
• 7 




? 


Tiq-OQ-037-601 -9 
*jo v5 wo f oux ^ 


Q A ^1 1 A n o 

ocv^uencc 


2, 


Appli 


9 1 


7 9 9 7 




Q 


9 "5 "5 9 
Z O O Z 


9 

C. 


TTQ— HQ— "31 1 7Q 9 


Sec^uence 


2, 


Appli 




7 9 9 7 


Q3 


Q 


9 3 39 


9 


TTQ — HQ— ^9*5 — f^c:^; — 9 


O A 1 >^ A 

occ^uence 


2, 


Appli 




1221 


93 


^ 9 


2 332 


2 


TTq_nQ-QS7-641 A-9 

VJ O y >J 1 04 X/\. ^ 


Q A ff\ 1 A n A 


2, 


Appli 




7997 


Q3 




9 339 


o 


TTQ— 1 0—1 ft7 — 71 Q — 9 
Uo— XU XD / OXy Z 


C? A 1 A V% ^ A 

oequence 


2, 


Appli 


25 


1991 


Q3 


Q 
• y 


2332 




Tiq-1 0-1 31 -*^1 OA-9 

VJ »J XU XOX ox ^ 


q A rfi 1 A Ti r* A 


2, 


Appli 


26 


7227 


93 


. 9 


2332 


5 


p PT — T I q Q 3 - 0 3 2 7 5 - 4 


O £a /"Yi i r~« 
OCv^LXdlOC 


4, 


Appli 


27 


7227 


93 


^ 9 


2 332 


5 


PPT— TTqQ4 — 1 3200 — 2 


C? /-Yi 1 ^ T-k /-« ^ 
OC\^LIdlv_C 


2, 


Appli 


28 


7227 


93 


. 9 


2 351 


1 


Tiq-08-1 91 -202-2 


OCvJLldlV^C 


2, 


Appli 




791 R 

/ ^ X o 


Q3 


Q 
• O 


9 3^1 


7 


R4 299 60- 1 

Cm Cm Cm QU X 




5422260 




71 Rfi 

r X O O 


Q3 


4 


9 339 


9 


TfC-0Q-394-R67-3 

UO UI7 0Z4 0D / O 


O A r^i 1 A VI /** O 

ocquencc 


3, 


Appli 


O X 


O J O -7 


R ^ 
o ^ 


>1 
. H 


1 4 67 

X fx D / 


9 


TTQ— flQ — ^97 — f;^^;-7P 
UoUyOZODODOO 


O A /*Y 1 1 A y*\ 

occ^ucnce 


38 


/ Appl 




V? 1 ^ O 


R4 




144 3 

X •» I o 


1 

X 


Tiq-0R-67 0-707A-3Q 




39 


/ Appl 




(^4Qfi 


R4 


i; 

• iJ 


1 443 
X *x 'i O 


9 


Tiq-0Q-037-601 -3Q 
UO U5 UO / DUX 027 


Q A /*T1 1 AT*I /** A 


39 


/ Appl 


34 


(^4QR 


R4 




144 3 

X 1 1 o 


9 


liq-OQ-31 ^-17Q-3Q 

U«D Ui7 OXO X #-7 027 


CI A m 1 AT*i r* A 


39 


/ Appl 


35 


6498 


84 


. 5 


1443 


3 


Tiq-1 0-1fl7-31Q-3Q 

X\y XO t OX^ 


q A m 1 An r* A 


39 


/ Appl 


36 


6498 


84 


. 5 


1443 


3 


Tiq-1 0-1 31-51 OA-3<5 

wo XV/ X O X 'J l.\Jr\. J y 


CJ Q /-»■! 1 ^ /-« ^ 

OCv^uCll^C 


39 


, Appl 


37 


6281 


81 


. 6 


2343 


9 

Ct 


ljq-09-32 4-8 67-2 

wo W^ %J Ct ^ oo/ ^ 


q Arf 1 1 ATI r* A 


2, 


Appli 


3R 




R1 

O X 


1 

• X 


9133 

X o o 


1 
X 


Tiq- OR- 67 0-707 A- 37 


Q A ^1 1 A n A 
O Cv^UCll^C 


37 


/ Appl 


3Q 


fi9 3 


R1 
0 X 


1 

. X 


9 133 
Z X JO 


9 
c. 


TTq — OQ-037 — 601 -37 
Uo — U-z UO / — OvX O / 


O A 1 A v\ A 

ocquence 


37 


/ Appl 


40 


6236 


81 


. 1 


2133 


2 


US- 09-315 -17 9 -37 


S AfTU AHf A 

»J C SJ U d 1^ C 


37 


, Appl 


41 


6236 


81 


.1 


2133 


2 


US-09-523-656-30 


Sequence 


30 


/ Appl 


42 


6236 


81 


.1 


2133 


3 


US-10-187-319-37 


Sequence 


37 


/ Appl 


43 


6236 


81 


.1 


2133 


3 


US-10-131-510A-37 


Sequence 


37 


/ Appl 


44 


6201 


80 


.6 


2319 


1 


US-08-212-133A-8 


Sequence 


8, 


Appli 


45 


6201 


80 


.6 


2319 


1 


US-08-474-503-6 


Sequence 


6, 


Appli 



ALIGNMENTS 



RESULT 1 

US-09-001-039B-47 

Sequence 47, Application US/09001039B 
Patent No. 6818439 
GENERAL INFORMATION: 

APPLICANT: Jolly, Douglas J. 
APPLICANT: Chang, Stephen M.W. 
APPLICANT: Respess, James G. 
APPLICANT: DePolo, Nicholas J. 
APPLICANT: Hsu, David Chi-Tang 
APPLICANT: Ibanez, Carlos E. 
APPLICANT: Greengard, Judith 
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SCORE Search Results Details for Application 
I 10511559 and Search Result us-10-511-559- 
I 73.rapbm, 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10511559 and Search Result us-10- 

511-559-73. rapbm. 

start 

Go Back to previous page 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



CM protein - protein search, using sw model 
Run on: 



Title : 
Perfect score: 7693 



May 25, 2006, 11:11:10 ; Search time 205 Seconds 

(without alignments) 
3249.283 Million cell updates/sec 

US-10-511-559-73 



Sequence : 



1 ATRRYYLGAVELSWDYMQSD WVHQIALRMEVLGCEAQDLY 1438 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



2097797 seqs, 463214858 residues 



Total number of hits satisfying chosen parameters: 



2097797 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : 



Published_Applications_AA_Main: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep:* 

3: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep: * 

6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBC0MB.pep:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB ID 



Description 
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ALIGNMENTS 



RESULT 1 

US-10-511-559-73 

; Sequence 73, Application US/10511559 

; Publication No. US20050256304A1 

; GENERAL INFORMATION: 

/ APPLICANT: JONES, Tim 

; APPLICANT: BAKER, Matthew 

/ APPLICT^T: CARR, Francis, J. 

; TITLE OF INVENTION: MODIFIED FACTOR VIII 

; FILE REFERENCE: MER-133 

; CURRENT APPLICATION NUMBER: US/10/511,559 
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SCORE Search Results Details for Applicatior 
|l0511559 and Search Result us-10-511-559-73,r 

Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Suqq 

This page gives you Search Results detail for the Application 10511559 and Search Result us-10-5: 

73.rapbn. 

start 

Go Back to pn 

GenCore version 5. 1,8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



CM protein - protein search, using sw model 



Run on: 



May 25, 2006, 11:12:02 



Search time 16 Seconds 
(without alignments) 
1000.968 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



Searched: 



US-10-511-559-73 
7693 

1 ATRRYYLGAVELSWDYMQSD . 



.WVHQIALRMEVLGCEAQDLY 1438 



BLOSUM62 
Gapop 10.0 



Gapext 0.5 



56051 seqs, 11137335 residues 



56051 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Published_Applications_AA_New: * 

1: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_NEW_PUB,pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US06_NEW_PUB.pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_NEW_PUB.pep: * 

4: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_NEW_PUB.pep:* 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/PCT_NEW_PUB.pep: * 

6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10_NEW_PUB.pep: * 

7 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USli_NEW_PUB.pep: * 

8: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US60_NEW_PUB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB ID 



Description 
Sequence 37, Appl 



7693 100.0 



1457 7 US-11-280-757-37 
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ALIGNMENTS 



RESULT 1 

US-11-280-757-37 

; Sequence 37, Application US/11280757 

; Publication No. US20060099685A1 

/ GENERAL INFORMATION: 

; APPLICANT: Crucell Holland B.V. 

; APPLICANT: Bout, Abraham 

/ APPLICANT: Opstelten, Dirk- Jan 

; APPLICANT: Yallop, Christopher 

/ TITLE OF INVENTION: RECOMBINANT EXPRESSION OF FACTOR VIII IN HUMAN CELLS 

; FILE REFERENCE: 0034 D US POO CIP 

; CURRENT APPLICATION NUMBER: US/11/280,757 
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Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10511559 and Search Result us-10-5: 
start 



GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 
Perfect score: 7693 



May 25, 2006, 10:52:56 ; Search time 53 Seconds 

(without alignments) 
2610.560 Million cell updates/sec 

US-10-511-559-73 



Sequence : 



1 ATRRYYLGAVELSWDYMQSD WVHQIALRMEVLGCEAQDLY 1438 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 



283416 



Minimum DB seq length: 
Maximum DB seq length: 



2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : 



PIR_80:* 
pirl: * 
pir2:* 
pir3:* 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



No. 


Score 


Match 


Length 


DB 


ID 


Description 




1 


7236 


94.1 


2351 


1 


EZHU 


coagulation 


factor 


2 


6236 


81.1 


2133 
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ALIGNMENTS 



RESULT 1 
EZHU 

coagulation factor VIII precursor [validated] - human 

N/Alternate names: antihemophilic factor A; coagulation factor VIIIc; procoagulant com 
C; Species: Homo sapiens (man) 

C;Date: 28-Aug-1985 #sequence_revision 28-Aug-1985 #text_change 31-Dec-2004 
C/Accession: 154318/ A00525; 158059/ A23584/ A26174; A42348/ A43986/ S63527/ S66445/ B 
R;Gitschier, J./ Wood, W.I. 
Hum. Mol. Genet. 1, 199-200, 1992 

A; Title: Sequence of the exon-containing regions of the human factor VIII gene. 
A/Reference number: 154318/ MUID: 93265012; PMID:1303178 
A; Accession: 154318 

A; Status: preliminary; translated from GB/EMBL/DDBJ 
A; Molecule type: DNA 
A/Residues: 1-1921, ' S 1923-2351 

A/Cross-references: UNIPROT : P00451/ UNIPARC :UPI000016A8D3; GB:M88648; NID:gl82381/ PID 
R/Wood, W.I.; Capon, D.J.; Simonsen, C.C.; Eaton, D.L.; Gitschier, J.; Keyt, B.; Seebu 
Nature 312, 330-337, 1984 

A;Title: Expression of active human factor VIII from recombinant DNA clones. 
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I SCORE Search Results Details for Application 
I 10511559 and Search Result us-10-511-559- 
I 73.rup, 

Score Home Retrieve Application SCORE Svstem SCORE Comments / 

Page List Overview FAQ Suqoestions 

This page gives you Searcli Results detail for the Application 10511559 and Search Result us-10- 

511-559-73. rup. 

start 

Go Back to previous page 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



CM protein - protein search, using sw model 

Run on: May 25, 2006, 10:48:58 ; Search time 335 Seconds 

(without alignments) 
3970.664 Million cell updates/sec 

Title : US-10-511-559-73 
Perfect score: 7693 

Sequence: 1 ATRRYYLGAVELSWDYMQSD WVHQIALRMEVLGCEAQDLY 1438 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 2849598 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : UniProt_7 . 2 : * 

1 : uniprot_sprot : * 
2: uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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ALIGNMENTS 



RESULT 1 
FA8_HUMAN 

ID FA8_HUMAN STANDARD; PRT; 2351 AA. 

AC P004 51; 

DT 21-JUL-1986, integrated into UniProtKB/Swiss-Prot , 

DT 21-JUL-1986, sequence version 1. 

DT 07-FEB-2006, entry version 96. 

DE Coagulation factor VIII precursor ( Procoagulant component) 

DE (Antihemophilic factor) (AHF) [Contains: Factor Villa heavy chain, 200 

DE kDa isoform; Factor Villa heavy chain, 92 kDa isoform; Factor VIII B 

DE chain; Factor Villa light chain] . 

GN Name=F8; Synonyms=F8C; 

OS Homo sapiens (Human) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 

OC Mammalia; Eutheria; Euarchontoglires; Primates; Catarrhini; Hominidae; 



http://es/ScoreAccessWeb/GetItem.action?AppId=10511559&seqId=523161&ItemNam 6/16/06 



SCORE Search Results Details for Application 10511559 and Search Result us- 10-5 11-5... Page 1 of 83 



I SCORE Search Results Details for Application 
I 10511559 and Search Result us-10-511-559- 
I 7 3_c o py_8 1 7_8 3 1 ■ r a g ■ 

Score Home Retrieve Application SCORE System SCORE Comments / 

Pace List Overview FAQ Suooestions 

This page gives you Search Results detail for the Application 10511559 and Search Result us-10- 

511-559-73_copy_817_831.rag. 

start 

Go Back to previous pace 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



CM protein - protein search, using sw model 

Run on: May 25, 2006, 11:15:39 ; Search time 198 Seconds 

(without alignments) 
34.638 Million cell updates/sec 

Title : US-10-511-559-73_COPY_817_831 
Perfect score: 75 

Sequence: 1 MSSSPHVLRNRAQSG 15 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2589679 seqs, 457216429 residues 

Total number of hits satisfying chosen parameters: 2589679 



Minimum DB seq length: 0 

Maximvun DB seq length: 2000000000 



Post-processing : 



Minimum Match 
Maximxim Match 
Listing first 



0% 

100% 

1000 summaries 



Database : A_Geneseq_8 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s :* 

4: geneseqp2001s :* 

5: geneseqp2002s :* 

6: geneseqp2003as : * 

7: geneseqp2003bs : * 

8: geneseqp2004s : * 

9: geneseqp2005s : * 

10 : geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



http://es/ScoreAccessWeb/GetIteni.action?AppId=10511559&seqId=523162&IteniNanie=us... 6/16/06 



SCORE Search Results Details for Application 1051 1559 and Search Result us-10-51 1-5... Page 2 of 83 



% 

Result Query 







Match 




DR 


J. 1^ 


Description 


1 
X 


7 S 


100 


.0 


xo 


n 
1 


anM7 R Q 1 P 

/UJIYI / O ^ X 0 


Adm75918 


Human MHC 


c. 


/ o 


100 


.0 


xo 


7 


nnM7 Q <^7 


Adm75967 


Human MHC 


o 


7 ^ 


100 


.0 


X o 


7 


n ms/r7 Q 9 


Adm75952 


Human MHC 


A 

H 


7 ^ 


100 


.0 


X o 


7 


7\ nis/fT R Q 7 4 


Adm75974 


Human Fac 


c 


7 


100 


.0 


X o 


Q 
O 


T\r\nr\ f^AOO 

AUoU D4ZZ 


Adg06422 


Human B-d 


D 


7 Q 


100 


.0 




c 




Abj 05003 


A3 peptid 


n 
1 


7 ^ 


100 


.0 


DU 


c 
3 


IVTl TO 4 Q 4 P 
/\I3JU4 !7 4 0 


Abj04948 


A3 domain 


Q 
O 


7 S 


100 


.0 


D *i 


D 


ZXRPfiORI ^ 
rvDir ou ^ X >j 


Abp60515 


Human fac 


Q 




100 


.0 




o 


/VD IT OU O X 4 


Abp60514 


Human fac 


1 n 

J. V 


7 ^ 


100 


.0 


DO 1 


9 
c. 


7\&D7 9 09 9 


Aar73022 


Human Fac 


1 1 
± X 


7 R 


100 


.0 




9 


ZXZXP74 nQ1 


Aar74091 


Factor-VI 


1 9 


7 ^ 


100 


.0 


77n 




nnD9n7 *^7 


Adp20767 


Factor VI 






100 


.0 


7 Qn 




7\n"P<^4 ^Q4 
/\JJJliD4 O ^4 


Ade64594 


Recombina 


X H 


7 ^ 


100 


.0 


1 9P'^ 
XZ o o 


O 
O 


n TV 1307 9 0 R 


Aab07205 


Human Fac 


1 

X O 


7 ^ 


100 


.0 


1 OQA 
XZOfl 


X 


7\aD*%ni HP 


Aap50108 


Factor-VI 


X O 


7 ^ 


100 


.0 


X o 


9 


7i7\TA79 9 9 9 7 


Aaw33227 


Procoagul 


1 T 
X / 


7 1; 


100 


.0 


1 Q Q Q 
X OO o 




TV TVTjiTQ 9 9 9 P 


Aaw33228 


Procoagul 


1 fl 
X O 


7 


100 


.0 


1 9 p 
X s3 O o 


9 


7\ 7\TaT9 9 9 9 Q 
AM-W J o Z Z ^ 


Aaw3322 9 


Procoagul 


X ^ 




100 


.0 


1 4 09 


p 
O 


ZirjTT4 7 <^9 n 


Adu47620 


Human fac 


^ u 


7 R 


100 


.0 


Xff ZX 


Q 
O 


7inn97 CI 9 
Auyo / ox J 


Adq37613 


Human Fac 


9 1 
^ X 


7 ^ 


100 


.0 


14 91 
X 4 ^ X 


p 


7\ 1^097 ^ QP 


Adq37598 


Human Fac 


9 9 


7 ^ 


100 


.0 


14 9 9 
X 4 Z Z 


p 
o 


7inn97 Q 1 
/\Uy o / O jX 


Adq37591 


Human Fac 


9 


7 c; 


100 


.0 


14 9 9 
X 4ZZ 


p 
o 


AUyo /DUD 


Adq37606 


Human Fac 


9 ^ 


7 R 


100 


.0 


1 49*^ 
X 4Z O 


p 

o 


7\r\TT4 7 ^n1 4 
ruJU4 / DX4 


Adu47614 


Human fac 


9 


7 ^ 


100 


.0 


14 94 


X 


TV TV DP n 9 ^^P 
/\RirO UZ DO 


Aap80268 


Modified 


9 <^ 


7 R 


100 


.0 


^ AO A 
X 4Z 4 


1 
X 


7\7\ DQ 1 1 f^Q 

/\ft.r'y XX Di7 


Aap91169 


Sequence 


9 7 


7 ^ 


100 


.0 


1 494 
X 4 Z 4 


4 


ZVTXD^ P P 4 9 
/iHIj4 O O 4 Z 


Aab48842 


Mutant ma 


9 P 


7 


100 


.0 


14 94 
X 4Z 4 


c 
3 


Tiani P 9 9 
/\M,UXo OZZ 


Aaol8622 


Human mat 


9 Q 


7 


100 


.0 


1 494 
X ftZfl 


Q 


J\U£iOD\JD± 


Adz65051 


Human mat 


J u 


7 ^ 


100 


.0 


1 4 9 R 
X 4 Z O 


1 
X 


TVTVDP 09 ^^7 

/\rt.ir OUZO/ 


Aap80267 


Modified 


O X 


7 R 


100 


.0 


1 4 9 R 
X 4 Z O 


p 

o 


>iJJvJ / DUO 


Adq37605 


Human Fac 


•^9 


7 1; 


100 


.0 


1 4 9 c: 
X 4ZO 


p 
D 


zi"nr^9 7 ^ Q o 


Adq37590 


Human Fac 


"3 9 


7 


100 


.0 


1 ^ 9 C 
X flZ O 


Q 
O 


Tvi^il^ 7 CI 9 

/uJUfi / dxz 


Adu47612 


Human fac 


Q /I 


7 


100 


.0 


X 4 Z O 


p 




Adq37599 


Human Fac 


•J D 


7 ^ 


100 


.0 


1 4 9 P 
X 4 Z O 


p 


2inn9 7 cn 4 

/VlJl^o / DU 4 


Adq37604 


Human Fac 


"J ^ 
O D 


7 1; 


100 


.0 


1 4 9 P 
X 4 Z O 


p 
o 




Adq37589 


Human Fac 


O / 


/ 0 


100 


.0 


1 yi o Q 


o 




Adq37614 


Human Fac 


"D O 
OO 


T C 

/ J 


100 


.0 


1 yi Q /I 


Q 

o 


TV T\/^ 9 *7 C O ^ 


Adq37594 


Human Fac 


T Q 


"7 Q 


100 


.0 


1 /I "3 /I 


p 
o 


AJjy J / buy 


Adq37609 


Human Fac 


H U 


/ D 


100 


.0 


1 ^ "3 1; 


p 
o 


T\ Tio 9 9 c n n 

Auy J / duu 


Adq37600 


Human Fac 


A 1 

ft X 


/ D 


100 


.0 


1 yi 


p 

o 


AUyo / bXO 


Adq37615 


Human Fac 


A 9 


/ D 


100 


.0 




p 
o 


nnn97 Q 9 
/\jjyo / oy o 


Adq37593 


Human Fac 


^ O 


/ O 


100 


.0 


X4 O / 


Q 

o 


TV T^r^ 9 9 C O Q 

Auyo / buo 


Adq37608 


Human Fac 


H H 


7 ^ 


100 


.0 


1 /I T P 
X 4 Jo 




TVTinni 9C9 
AfUSUXZ DZ 


Aab01262 


B-domain 


A ^ 
H D 


7 t; 


100 


.0 


1 4 9 P 
X 4 OO 


7 


nmr9 1 9 1 c 
AUr jx JX D 


Adf31316 


Variant o 


A ^ 
H D 


7 1; 


100 


.0 


1 4 9P 
X4 OO 


7 


7\ T\Ml Q P P 

/ o y 0 o 


Adm75988 


Modified 


A 1 


7 1; 


100 


.0 


1 4 9P 


7 


nnis/r7 R QP 
/-yjn 1 o y 0 o 


Adin75985 


Modified 


4 O 


7 ^ 
f D 


100 


.0 


1 4 '^R 
X 4 JO 


7 


linM7 RQP 


Adin75986 


Modified 


A Q 


7 ^ 


100 


.0 


1 4 9P 
X 4 oo 


7 


n hmT R Q P 9 


Adm75983 


Wild- type 




7 S 


100 


.0 


1 4 "^8 

X *l o o 


7 


rvL^i 1 / »j ^ o *j 


Adin75984 


Modified 


51 


75 


100 


.0 


1438 


7 


MM75987 


Adm75987 


Modified 


52 


75 


100 


.0 


1440 


2 


AAR12971 


Aarl2971 


Factor VI 


53 


75 


100 


.0 


1440 


8 


ADQ37607 


Adq37607 


Human Fac 


54 


75 


100 


.0 


1440 


8 


ADQ37592 


Adq37592 


Human Fac 


55 


75 


100 


.0 


1441 


8 


ADQ37612 


Adq37612 


Human Fac 


56 


75 


100 


.0 


1441 


8 


ADQ37597 


Adq37597 


Human Fac 


57 


75 


100 


.0 


1442 


8 


ADQ37616 


Adq37616 


Human Fac 



http://es/ScoreAccessWeb/Gedtem.action?AppId=105 1 1559&seqld=523 162&ItemName=us... 6/16/06 



. ' SCORE Search Results Details for Application 105 1 1559 and Search Result us-10-5 11-5... Page 1 of 58 



SCORE Search Results Details for Application 
10511559 and Search Result us-10-511-559- 
I 7 3_co py_8 1 7_8 3 1 ■ ra i - 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page Ust Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10511559 and Search Result us-10-5: 

559-73_copy_817_831.rai. 

start 

Go Back to previoi 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



CM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



May 25, 2006, 11:24:52 ; Search time 51 Seconds 

(without alignments) 
25.744 Million cell updates/sec 

US-10-511-559-73_COPy_817_831 

75 

1 MSSSPHVLRNRAQSG 15 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 650591 seqs, 87530628 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



650591 



Post-processing: 



Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database : Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3 

2 : /EMC_Celerra_SIDS3 

3 : /EMC_Celerra_SIDS3 

4 : /EMC_Celerra_SIDS3 

5 : /EMC_Celerra_SIDS3 

6 : /EMC_Celerra_SIDS3 

7: /EMC Celerra SIDS3 



/ptodata/2/iaa/5_COMB.pep: * 
;/ptodata/2/iaa/6_COMB.pep: * 
/ptodata/2/iaa/7_COMB.pep: * 
/ptodata/2/iaa/H_COMB . pep : * 
/ptodata/2/iaa/PCTUS_C0MB . pep : * 
/ptodata/2/iaa/RE_C0MB . pep : * 
/ptodata/2/iaa/backf ilesl .pep: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 
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Sequence 


4, Appli 


55 


43 


57 


.3 


2319 


1 


US-08-212-133A-8 


Sequence 


8, Appli 


56 


43 


57 


.3 


2319 


1 


US-08-474-503-6 


Sequence 


6, Appli 


57 


43 


57 


.3 


2319 


1 


US-08-670-707A-6 
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Sequence 


6, Appli 


59 


43 


57 


.3 


2319 


2 


US-09-315-179-6 
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SCORE Search Results Details for Application 
10511559 and Search Result us-10-511-559- 

I 73_copy_8 17_83 1 .ra pbm ■ 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suoqestions 

This page gives you Search Results detail for the Application 10511559 and Search Result us-10-5: 

559-73_copy_8 17_83 1 . rapbm . 

start 

Go Back to previoi 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



CM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table; 



May 25, 2006, 11:36:35 ; Search time 180 Seconds 

(without alignments) 
38.601 Million cell updates/sec 

US-10-511-559-73_COPY_817_831 

75 

1 MSSSPHVLRNRAQSG 15 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 2097797 seqs, 463214858 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



2097797 



Database 



Published_Applications_AA_Main: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep:* 

3: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep:* 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep: * 

6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll__PUBCOMB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 
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SCORE Search Results Details for Application 
10511559 and Search Result us-10-511-559- 
I 73_copy_817_831,rapbn. 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAO Suggestions 

This page gives you Search Results detail for the Application 10511559 and Search Result us-10- 

5 1 1 -559-73_copy_8 17_83 1 . rapbn . 

start 

Go Back to previous pag 

GenCore version 5,1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



CM protein - protein search, using sw model 

Run on: May 25, 2006, 11:36:39 ; Search time 15 Seconds 

(without alignments) 
11.137 Million cell updates/sec 

Title : US-10-511-559-73_COPY_817_831 
Perfect score: 75 

Sequence: 1 MSSSPHVLRNRAQSG 15 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0 . 5 

Searched: 56051 seqs, 11137335 residues 

Total number of hits satisfying chosen parameters: 56051 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : Published_Applications_AA__New: * 

1: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_NEW_PUB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US06_NEW_PUB.pep:* 

3: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_NEW_PUB.pep: * 

4: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_NEW_PUB.pep:* 

5: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/PCT_NEW_PUB.pep:* 

6: /EMC_Celerra__SIDS3/ptodata/2/pubpaa/US10_NEW_PUB.pep:* 

7: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll__NEW_PUB.pep:* 

8 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US60_NEW_PUB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 
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A;Cross-references: UNIPROT:086332; UNIPARC:UPI00000C1598; GB:Z80226; GB:AL123456; Nil 
C;Species: Synechocystis sp. A;Variety: PCC 6803 C;Date: 25-Apr-1997 #sequence_revision 25-A| 
cyanobacterium Synechocystis sp, PCC6803. IL Sequence determination of the entire genome and 
the EMBL Data Library, June 1996 C;Genetics: A;Gene: dnaJ A;Start codon: GTG F;24-91/Domain: 
1994 #sequence_revision 09-Sep-1994 #text_change 09-Jul-2004 C;Accession: S46093 R;Dubois, 
SGD:APG12; MIPS:YBR217w A;Cross-references: SGD:S0000421 A;Map position: 2R C;Superfamil 
OHPlb C;Species: Zea mays (maize) C;Date: 16-Feb-1997 #sequence_revision 27-Feb-1997 #tex 
UNIPARC:UPI00000A9ACE; GB:U35063; NID:gll44535; PIDN:AAC49533.1; PID:gll44536 C;Con' 
SSPHVLQN 176 RESULT 20 E84504 hypothetical protein At2gl2910 [imported] - Arabidopsis thalia 
Adams, M.D.; Carrera, AJ.; Creasy, T.H.; Goodman, H.M.; Somerville, C.R.; Copenhaver, G.P,; Pn 
PIDN:AAD20650.1; GSPDB:GN00139 C;Genetics: A;Gene: At2gl2910 A;Map position: 2 C;Superfc 
C;Accession: A54277; S60344 R;Eckner, R.; Ewen, M.E.; Newsome, D.; Gerdes, M.; DeCaprio, J. A 
GB:U01877; NID:g495300; PIDN:AAA18639.1; PID:g495301 A;Note: in the authors' translation 9^ 
552-660 A; Cross-references: UNIPARC:UPI00001782EB C;Genetics: A;Gene: GDB:EP300 A;Cross- 
(covalent) (by protein kinase A) #status predicted Query Match 50.7%; Score 38; DB 2; Length 2A 
Goodman, R.H. Nature 365, 855-859, 1993 A;Title: Phosphorylated CREB binds specifically to the r 
Score 38; DB 2; Length 2441; Best Local Similarity 57.1%; Pred. No. 2.9e+02; Matches 8; Conser 
Nagai, Y.; Lian, J.; Ito, T.; Kanamori, M.; Matsumaru, H.; Maruyama, A.; Murakami, H.; Hosoyamc 
G89787 A;Status: preliminary A;Molecule type: DNA A;Residues: 1-698 A; Cross-references: UNIPF 
T15D22.1 - Arabidopsis thaliana C;Species: Arabidopsis thaliana (mouse-ear cress) C;Date: 02-Ma 
Goldsmith, A.D.; Haas, B.; Hansen, N.F.; Hughes, B.; Huizar, L. Nature 408, 816-820, 2000 A;Autl 
Schwartz, J.R.; Shinn, P.; Southwick, A.M.; Sun, H.; Tallon, LJ.; Tambunga, G,; Toriumi, M.J.; To\ 
NID:g6899642; PIDN:AAF31019.1; GSPDB:GN00141 C;Genetics: A;Map position: 1 Query Match A 
Frangeul, L.; Buchrieser, C; Amend, A.; Baquero, F.; Berche, P.; Bloecker, H.; Brandt, P.; Chakral 
G.; Novella, S,; de Pablos, B.; Perez-Diaz, J.C.; Remmel, B.; Rose, M.; Rusniok, C; Schlueter, T.; 
C;Genetics: A;Gene: ImaC Query Match 49.3%; Score 37; DB 2; Length 138; Best Local Similarity 
Sebaihia, M.; James, K.D.; Churcher, C; Mungall, K.L.; Baker, S.; Basham, D.; Bentley, S.D.; Bro( 
PMID:11586360 A;Accession: AG0335 A;Status: preliminary A;Molecule type: DNA A;Residues: 1-: 
HLLRQRAQCG 352 RESULT 27 G89902 competence-damage inducible protein cinA [imported] - Sta 
K.; Hirakawa, H.; Kuhara, S.; Goto, S.; Yabuzaki, J.; Kanehisa, M.; Yamashita, A.; Oshima, K.; Fur 
PIDN:BAB42379.1; GSPDB:GN00149 A; Experimental source: strain N315 C;Genetics: A;Gene: cin/ 
Alcaligenes latus C;Date: 18-Aug-2000 #sequence_revision 18-Aug-2000 #text_change 09-Jul-20( 
A;Cross-references: UNIPROT:Q9ZGI9; UNIPARC:UPI00000B22B2; EMBL:AF078795; PIDN:AAC83( 
elegans C;Species: Caenorhabditis elegans C;Date: 20-Sep-1999 #sequence_revision 20-Sep-199< 
CESP:F08C6.3 A; Experimental source: strain Bristol N2 C;Genetics: A;Gene: CESP:F08C6.3 A;Intr< 
thaliana (mouse-ear cress) A;Variety: Columbia C;Date: 03-Aug-1998 #sequence_revision 03-Aug- 
Hempel, S.; Kotter, P.; Entian, K.D.; Rieger, M.; Schaeffer, M.; Funk, B. Nature 391, 485-488, 199 
sequence from chromosome 4 of Arabidopsis thaliana. A;Reference number: A71400; MUID:98121 
45.5%; Pred. No. 1.8e+02; Matches 5; Conservative 4; Mismatches 2; Indels 0; Gaps 0; Qy 1 MS5 
K.F.X. submitted to the Protein Sequence Database, April 2000 A;Reference number: Z24460 A;Ac 
Indels 0; Gaps 0; Qy 4 SPHVLRNRAQ 13 : 1 1 : | 1 1 1 : Db 920 APHLLENRAR 929 RESULT 32 T33123 hy 
type: DNA A;Residues: 1-2275 A;Cross-references: UNIPARC:UPI000017B6FD; EMBL:AF067608; F 
70.0%; Pred. No. 4.1e+02; Matches 7; Conservative 2; Mismatches 1; Indels 0; Gaps 0; Qy 5 PHV 
Rose, D.J.; Mau, B.; Shao, Y. Science 277, 1453-1462, 1997 A;Title: The complete genome sequer 
acetyltransferase Query Match 48.7%; Score 36.5; DB 2; Length 394; Best Local Similarity 55.6%. 
B.; Glasner, J.D.; Rose, D.J.; Mayhew, G.F.; Evans, P.S.; Gregor, J.; Kirkpatrick, H.A.; Posfai, G.; I 
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A;Residues: 1-394 A;Cross-references: UNIPROT:Q8X6I7; UNIPARC:UPI00000D0B7A; GB:AE0051 
E91091 probable acyltransferase [imported] - Escherichia coli (strain 0157 :H7, substrain RIMD 05( 
Complete genome sequence of enterohemorrhagic Escherichia coli 0157:H7 and genomic comparis 
acetyltransferase Query Match 48.7%; Score 36.5; DB 2; Length 394; Best Local Similarity 55.6%. 
A;Reference number: S44153 A;Accession: S44153 A;Status: preliminary A;Molecule type: DNA A; 
Sinorhizobium meliloti (strain 1021) magaplasmid pSymA C;Species: Sinorhizobium meliloti C;Dat< 
9883-9888, 2001 A;Title: Nucleotide sequence and predicted functions of the entire Sinorhizobium 
Hubler, F.; Barnett, MJ.; Becker, A.; Boistard, P.; Bothe, G.; Boutry, M.; Bowser, L.; Buhrmester, 
Surzycki, R.; Thebault, P.; Vandenbol, M.; Vorholter, F.J.; Weidner, S.; Wells, D.H.; Wong, K.; Yeh 
RESULT 38 F83097 probable two-component response regulator PA4381 [imported] - Pseudomona 
Smith, K.A.; Spencer, D.H.; Wong, G.K.S.; Wu, Z.; Paulsen, I.T.; Reizer, J.; Saler, M.H.; Hancock, 
GSPDB:GN00131; PASP:PA4381 A; Experimental source: strain PAOl C;Genetics: A;Gene: PA4381 
#sequence_revision Ol-Dec-2000 #text_change 05-Oct-2004 C;Accession: G83948 R;Takami, H.; 
A;Residues: 1-242 A; Cross-references: UNIPROT:Q9KA99; UNIPARC:UPI00000C3ECC; GB:AP0015 
fructose-bisphosphate aldolase (EC 4.1.2.13) F19H22.70 - Arabidopsis thaliana C;Species: Arabido 
EMBL:AL035679; GSPDB:GN00062; ATSP:F19H22.70 A; Experimental source: cultivar Columbia; B. 
AC3603 3-methyl-2-oxobutanoate dehydrogenase (lipoamide) (EC 1.2.4.4) [imported] - Brucella nr 
R.; Kyrpides, N.; Overbeek, R. Proc. Natl. Acad. Sci. U.S.A. 99, 443-448, 2002 A;Title: The genom- 
dehydrogenase (I'poamide) alpha chain; thiamin pyrophosphate-binding domain homology C;Keyw 
R;McMurray, A. submitted to the EMBL Data Library, May 1996 A;Reference number: Z19128 A;Ac 
Best Local Similarity 75.0%; Pred. No. le+02; Matches 6; Conservative 1; Mismatches 1; Indels 0 
Read, T.D.; Tettelin, H.; Richardson, D.; Ermolaeva, M.D.; Vamathevan, J.; Bass, S.; Qin, H.; Drac 
references: UNIPROT:Q9KP44; UNIPARC:UPI00000C3316; GB:AE004322; GB:AE003852; NID:g96 
RESULT 44 A71302 conserved hypothetical protein TP0624 - syphilis spirochete C;Species: Trepon< 
P.; Bowman, C; Cotton, M.D.; Fujii, C; Garland, S.; Hatch, B.; Horst, K.; Roberts, K.; Watthey, L. 
A;Cross-references: UNIPROT:083632; UNIPARC:UPI00000C0A97; GB:AE001237; GB:AE000520; 
herpesvirus 6 A; Variety: strain Z29 C;Date: 21-Jan-2000 #sequence_revision 21-Jan-2000 #text_ 
A;Cross-references: UNIPROT:P52454; UNIPARC:UPI0000137B3C; EMBL:AF157706; PIDN:AAB063 
herpesvirus 6 A;Variety: strain HSTC;Date: 21-Jan-2000 #sequence_revision 21-Jan-2000 #text_ 
GB/EMBL/DDBJ A;Molecule type: DNA A;Residues: 1-662 A; Cross -references: UNIPROT:057138; L 
DNA excision/repair protein, SNF2 and RAD26 DRPl [imported] - Leishmania major (strain Friedlin; 
of protein-coding genes. A;Reference number: A81455; MUID:99178987; PMID:10077609 A;Acce£ 
Mismatches 3; Indels 0; Gaps 0; Qy 2 SSSPHVLRNRAQSG 15 |:||I|: : ::| Db 39 STSPHVVSRQPRAC 
GB/EMBL/DDBJ A; Molecule type: DNA A;Residues: 1-974 A; Cross-references: UNIPROT:Q23463; L 
Conservative 3; Mismatches 2; Indels 0; Gaps 0; Qy 5 PHVLRNRAQSG 15 ||::|| | :| Db 129 PHIMR 
GB/EMBL/DDBJ A;Molecule type: DNA A;Residues: 1-1173 A;Cross-references: UNIPROT:P92199; 
3.1e+02; Matches 7; Conservative 1; Mismatches 2; Indels 0; Gaps 0; Qy 4 SPHVLRNRAQ 13 || || 
A; Description: Genomic sequence of BAC T4I9 from Arabidopsis thaliana, chromosome IV, near 16 
1456; Best Local Similarity 60.0%; Pred. No. 3.9e+02; Matches 6; Conservative 2; Mismatches 2; 

GenCore version 5,1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence: 



May 25, 2006, 11:19:54 ; Search time 38 Seconds 

(without alignments) 
37.980 Million cell updates/sec 

US-10-511-559-73_COPY_817_831 
75 

1 MS SS PHVLRNRAQSG 15 



Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



283416 seqs, 96216763 residues 
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Total number of hits satisfying chosen parameters: 283416 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : PIR_80:* 
1: pirl:* 
2: pir2:* 
3: pir3:* 
4: pir4:* 

Fred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No . 


Score 


Query 

Match Length DB 


ID 


Description 
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hypothetical prote 
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25 


37 


49.3 


138 


2 


AE1089 


Antigen C homolog 


26 


37 


49.3 


361 


2 


AG0335 
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SCORE Search Results Details for Application 
10511559 and Search Result us-10-511-559- 
7 3_co py_8 1 7_8 3 1 . r u p ■ 



Score Home Retrieve Application SCORE System SCORE Comments / 

Pace List Overview FAQ Suqcestions 

This page gives you Search Results detail for the Application 10511559 and Search Result us-10- 

511-559-73_copy_817_831,rup. 

start 

Go Back to previous page 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

CM protein - protein search, using sw model 

Run on: May 25, 2006, 11:15:52 / Search time 296 Seconds 

(without alignments) 
46.876 Million cell updates/sec 

Title : US-10-511-559-73_COPY_817_831 
Perfect score: 75 

Sequence: 1 MSSSPHVLRNRAQSG 15 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 2849598 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : UniProt__7 . 2 : * 

1: uniprot_sprot : * 
2: uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 

1 75 100.0 2351 1 FA8_HUMAN P00451 h coagulati 

2 75 100,0 2351 2 Q5Hy69_HUMAN Q5hy69 homo sapien 

3 69 92.0 2343 1 FA8_CANFA 018806 canis famil 

4 56 74.7 2133 1 FAS PIG P12263 sus scrofa 
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